A quantitative structure-property relationship (QSPR) study is suggested for the prediction of retention times of volatile organic compounds. Various kinds of molecular descriptors were calculated to represent the molecular structure of compounds. Modeling of retention times of these compounds as a function of the theoretically derived descriptors was established by multiple linear regression (MLR) and artificial neural network (ANN). The stepwise regression was used for the selection of the variables which gives the best-fitted models. After variable selection ANN, MLR methods were used with leave-one-out cross validation for building the regression models. The prediction results are in very good agreement with the experimental values. MLR as the linear regression method shows good ability in the prediction of the retention times of the prediction set. This provided a new and effective method for predicting the chromatography retention index for the volatile organic compounds.
Introduction
Volatile organic compounds (VOCs) are molecules that have a high vapor pressure and low water solubility, like organic chemicals in general. There are many different compounds which may be classified as volatile organic compounds (VOCs). The compounds the nose detects as smells are generally VOCs. Many VOCs are humanmade chemicals that are used and produced in the manufacture of paints, pharmaceuticals, and refrigerants. VOCs typically are industrial solvents, such as trichloroethylene; fuel oxygenates, such as methyl tert-butyl ether (MTBE), or by-products produced by chlorination in water treatment, such as chloroform.
VOCs are common ground-water contaminants. Many volatile organic compounds are also hazardous air pollutants. VOCs also play a major role in the formation of various secondary pollutants through photochemical reactions in the presence of sunlight and nitrogen oxides. Furthermore, some VOCs could contribute to the atmospheric ozone depletion and the build-up persistent pollutions in remote areas. Therefore, these compounds have been an important environmental issue over the last two decades and have attracted significant attention from different research groups. Although scientist are provided a sensitive and specific analytical method for identifying and measuring the VOCs [1] [2] [3] [4] [5] , but there are some limitations for these methods. For example, sorbents are normally selective in, although not limited to, adsorbing/ absorbing certain classes of VOCs or sometimes high sample volumes of air are needed for identification or measuring the VOCs. Besides the above mentioned method, the experimental determination of retention time is time-consuming and expensive. Alternatively, quantitative structure-retention relationship (QSRR) provides a promising method for the estimation of retention time based on descriptors derived solely from the molecular structure to fit experimental data [6] [7] [8] . A QSRR study involves the prediction of chromatographic retention parameters using molecular structure. QSRR studies are widely investigated in gas chromatography (GC) [9] [10] [11] and high-performance liquid chromatography (HPLC) [12] . The chromatographic parameters are expected to be proportional to a free energy change that is related to the solute distribution on the column.
Model development in QSAR/QSPR studies comprises different critical steps as (1) descriptor generation, (2) data splitting to calibration (or training) and prediction (or validation) sets, (3) variable selection, (4) finding appropriate model between selected variables and activity/property and (5) model validation.
In the present work, a QSRR study has been carried out on the GC/MS system retention times (t R' s) for 85 volatile organic compounds by using structural molecular descriptors. We applied a linear MLR and a nonlinear algorithms ANN along with stepwise regression as variable selection method.
Computer hardware and software
All calculations were run on a Toshiba personal computer with a Pentium IV as CPU and windows XP as operating system. The molecular structures of data set were sketched using ChemDraw (Ver. 11, supplied by Cambridge Software Company). The sketched structures were exported to Chem3D module in order to create their 3D structures. Energy minimization was performed using MM+ molecular mechanics and AM1 semi-empirical to obtain the root mean square (RMS) gradient below 0.01 kcal/mol Å. The next step in developing a model is generation of the corresponding numerical descriptors of the molecular structures. Molecular descriptors define the molecular structure and physicochemical properties of molecules by a single number. A wide variety of descriptors have been reported for using in QSAR/QSPR analysis. Here, 477 descriptors were generated for each compound, using Dragon (ver. 
Data set
The retention times of volatile organic compounds have been obtained from reference [13] , we have also added the 8 compounds (1, 4-difluorobenzene, chlorobenzene,1,4-dichlorobenzene,4-bromofluorobenzene, 1,2-dichlorobenzene, dichloroethane, toluene, fluorobenzene) that are generally used as internal standards in the GC/MS analysis. All 85 VOCs are listed in Table 1 . The analytes have been extracted from the matrices and components are separated, identified and measured by a wide bore capillary column of a gas chromatography/mass spectrometer detector system.
Results and discussion

Principal component analysis
Principal components analysis (PCA) was performed on the calculated structural descriptors to the whole data set of VOCs (Table 1) , for investigation the distribution in the chemical space, which shows the spatial location of samples to assist the separation of the data into training and test sets [14] . The PCA results show that two principal components (PC1 and PC2) describe 59.7% of the overall variances: PC1 =35.38%, PC2= 24.31% ( Figure 1 ). Since almost all variables can be accounted for the first two PCs, their score plot is a reliable representation of the spatial distribution of the points for the data set. The plot of PC2 against PC1, Figure1, displays the distribution of compounds over the first two principal components space. According to the results of PCA, 2 molecules were removed as outliers( Figure 1 ) the remaining molecules were divided into a 67 compounds as training set to develop the models and 16 compounds as prediction set to evaluate the models.
Descriptor selection
477 descriptors were calculated by Dragon for each molecule, therefore we have 85×447 data matrix X. The rows and columns of this matrix are the number of molecules and molecular descriptors respectively. All descriptors have been checked to ensure: (a) that values of each descriptor are available for each structure (the investigation of missing values) and (b) that there is a significant variation in these values over studied molecules. Descriptors which has zero value for each structure or shows constant values over molecules in the under study data set are discarded. X and y(dependent variable) were preprocessed by autoscaling. We used stepwise regression [15] for variable selection. PCA [16] is applied for reduction of the descriptor space (variable space).
In the variable selection step, feature selection (FS) [17] [18] [19] and feature extraction (FE) are commonly used methods to handle a large number of calculated descriptors in QSAR/QSPR studies. In FE methods, by the use of principal component analysis (PCA), the information contained in the descriptors data matrix is extracted into new orthogonal variables with lower dimensions.
In stepwise procedure a variable that entered the model in the earlier stages of selection may be deleted at the later stages. The calculations made for inclusion and elimination of variables are the same as forward selection and backward procedures. That is, the stepwise methods are essentially a forward selection procedure, but at each stage the possibility of deleting a variable, as in backward elimination, are considered. Stepwise addition of further descriptors is continued to find the best multi-parameter regression models with the optimum values of statistical criteria (highest values of R 2 and the cross-validated R 2 cv ). With stepwise regression 23 descriptors were selected and a simple ''break point'' technique was used to control the model expansion in the improvement of the statistical quality of the model, by analyzing the plot of the number of descriptors involved in the obtained models versus squared correlation coefficient values corresponding to those models ( Figure 2) . The model corresponding to the break point is considered the best optimum model, in this way 6 descriptors that have high contribution in the variance of dependent variable (t R ) were selected and used to build the models.
Multivariate regression models
Multiple linear regression (MLR), is the most frequently used modeling method in QSAR/QSPRs. MLR yields models that are simpler and easier to interpret than factor based methods like PCR(principal component regression) [20, 21] and PLS(partial least squares) [22] [23] [24] [25] [26] [27] . However, due to the co-linearity between structural descriptors, MLR is not able to extract useful information from structural data, and over fitting problem is encountered. ANN model used to handle the probable nonlinear relationship between descriptors and retention times. One of the most striking point of ANN is that its free from collinearity problem.
We have tested the stability of models by random selection of train and test sets to assure the resulting models are not just chance correlations. 100 models by random selection are constructed and the average of R 2 and RMSEC are 0.971 and 0.162, respectively. The results show that the different selected test sets from the data have very similar R 2 values. This indicates that the final model is reliable and has a satisfactory stability.
Multiple linear Regression (MLR)
Multiple linear regression [28] are the most widely used and known modeling methods.
MLR is performed either to study the relationship between the response variable and predictor variables or to predict the response variable based on the predictor variables. The validation of the model was performed by cross-validation method. With cross-validation, one sample was kept out (leave-one-out) of the calibration and used for prediction. The process was repeated so that each of the samples was kept out once. The predicted values of left-out samples were then compared to the observed values using prediction error sum of squares(PRESS) which indicating the residuals are computed in cross-validation. PRESS eq. 
where ŷ i is the estimated value of the ith object , y i is the corresponding reference value of this object and N is the number of the objects. Table 2 shows the statistical parameters of the model corresponding to the 6 independent variables. The unstandardized coefficients and standard error that allows the comparison of the relative weight of the variables in the model are presented in Table 3 . Plots of experimental t R values and residuals (experimental t R -predicted t R ) versus predicted t R values, obtained by the MLR modeling, are shown in Figure 3 The agreement observed between the predicted experimental values in and the random distribution of residuals about zero mean confirms the good predictive ability of MLR modeling.
To show the absence of correlation by chance between independent and dependents variables randomization test was performed. The MLR modeling was performed on the randomized data, the elements of the response vector were randomly mixed and the modeling was performed on the matrix X and new response vector [29] . The squared correlation coefficient of the model with the randomly selected data (R 2 CR ) was much lower than those of the original model, it could be considered that the model was reliable, and had not been obtained by chance. The low mean of correlation value (R 2 CR =0.091) obtained by chance confirms this result.
One of the most important problems in QSAR/QSPR analysis is establishing the domain of applicability for each model [30] . In the absence of the applicability domain restriction, each model can formally predict the property of any compound, even with a completely different structure from those included in the training set. The analysis of the chemical applicability domain (AD) of the obtained model and the reliability of the predictions are verified by the leverage approach, which is based in computing the leverage, h*, for each compound for which the QSPR model is used to predict the property under study. The warning leverage is generally fixed at 3k/n, k being the number of model parameters and n being the number of training set compounds (Fig. 4) .
Artificial neural network
Artificial neural networks (ANNs) [31] [32] [33] are biologically inspired algorithms designed to simulate the way in which the human brain processes information. ANNs are parallel computational models which are able, at least in principle, to map any nonlinear functional relationship between an input and an output hyperspace to the desired accuracy. The network receives a set of inputs, which are multiplied by each neuron's weight. These products are summed for each neuron, and a nonlinear transfer function is applied. A set of six descriptors that were appeared in the MLR model, were used as input parameter of the network.
In this investigation, the logsig function was used as a transfer function of hidden layer, traingdx function as a training function and a linear function for the output layer. We optimized the parameters such as number of nodes, momentum (a) and learning rate (h). These values were obtained during the network training. The initial weights were randomly selected between (-0.3 and 0.3). A neural network with 6-6-1 topology was developed with optimum momentum and learning rate.
Stepwise MLR is a simple and powerful method to modeling the linear correlation of significant input variables but it does not account for nonlinear relationship, so ANN model was constructed for this purpose. To compare the performance of the MLR and ANN models descriptors that used in the MLR model should be the same as the input variables for generation the network. The parameters and results of these models are shown in Table 4 . As it is obvious from the results in Table 4 ANN has more or less same efficiency as well as MLR to map the relationship between input objects and response values.
Description of models descriptors
Molecular descriptors will probably play an increasing role in scientific growth. In fact, the availability of large numbers of theoretical descriptors containing diverse source of chemical information would be useful to better understand relationship between molecular structure and experimental evidence.
The X1sol (solvation connectivity index) and X5A (average connectivity index) appearing in the MLR model mainly show the topological characteristics. 
where L a is the principal quantum number (2 for C, N, O atoms,3 for Si, S, Cl, …)of the a th atom in the k th subgraph and δ a the corresponding vertex degree; k is the total number of m th order subgrah; n is the number of vertices in subgraph. The normalization factor 1/ (2 m+1 ) is defined in such a way that the indices m χ and m χ s for compounds containing only second-row atom coincide. The X1sol shows a regression coefficient (0.823), which is the largest among the descriptors appearing in the model. This parameter can be considered as entropy of solvation and somehow indicates the dispersion interactions occurring in the solutions. X5A also is a measure of branching of the molecules. The large contributions of this parameter in the retention behavior of VOCs are in agreement with the contribution that one would expect for the interaction of a stationary phase with the VOCs. X5A is the average connectivity index that can be obtained from molecular graph.
MATS2m (Moran autocorrelation− lag 2/weighted by atomic masses) and ATS2m (broto-moreau autocorrelation of a topological structure-log2/weighted by atomic masses) are 2D autocorrelation descriptors [34] , which are also obtained from molecular graphs, by summing the products of atom weights of the terminal atoms of all the paths of the considered path length (the lag). The MATS2m and ATS2m are related to the atomic property of a molecule, these descriptors concerning molecular size, which influence retention of compound. The term ATS2m is a graph invariant describing now the considered property (retention time) is distributed along the topological structure. Molecular descriptors based on the autocorrelation function AC l defined as:
where f(x) is any function of the variable x and l is the lag representing an interval of x; a and b defined the total studied interval of the function. The function f(x) is usually a time dependent function such s a timedependent electrical signal, or spatial dependent function such as the population density in space.
Mor21m (3D MoRSE-signal 21/weighted by atomic masses) and Mor10m (3D MoRSE-signal 10/weighted by atomic masses) are among the 3D-MoRSE descriptors. 3D-MoRSE [35] descriptors (Mor21m, Mor10m) are molecule atom projections along different angles, such as in electron diffraction. They represent different views of the whole molecule structure, although their meaning remains not too clear. 3D-MoRSE descriptors are based on the idea of obtaining information from the 3D atomic coordinates by the transform used in electron diffraction studies for preparing theoretical scattering curves. 3D-MoRSE descriptors are important because they take into account the 3D arrangement of the atoms without ambiguities (in contrast with those coming from chemical graphs), and also because they do not depend on the molecular size, thus being applicable to a large number of molecules with great structural variance and being a characteristic common to all of them. All of these descriptors are individually important to increase or decrease the retention times but the final effect is not result in each descriptor individually and all of the selected descriptors as a group can influenced on the dependent variable. This problem in many cases led to the hard interpretation of the model.
Conclusion
QSRR analysis was performed on a series of volatile organic compounds, for prediction the retention times.
Stepwise regression was used to as variable selection method. The comparison of the models that were developed by selected descriptors shows that MLR can present the satisfactory result for predicting of retention time of VOCs. Comparison of the linear (MLR) and nonlinear (ANN) methods showed the little superiority of the ANN over the MLR model for the prediction of the retention time of VOCs, so the results suggest that a relation between the molecular descriptor and the retention times is linear. The QSRR models proposed with the simply calculated molecular descriptors can be used to estimate the chromatographic retention times of new compound even in the absence of the standard candidates. The most important selected descriptors are topological which can capture the variance in the retention times what related to the size and shape of the molecules.
